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Dear Examiner, 

The attached search was run with the most recently released version of Compugen's search software, 
GenCore 5. With this update, several changes have occurred in the results of FrameSearches (protein 
query sequence vs nucleic acid databases or nucleic acid query sequence vs protein databases). 
In reference to FrameSearches: 

• The output format has been improved so that it more closely resembles the format for standard 
search output. 

• Calculation of Percent Similarity has been changed for FrameSearches. The new method of 
calculation is more similar to the method used in NCBI's BLAST algorithm. The same results 
found in the same order using GenCore 5 and the previous version of GenCore, but Percent 
Similarities are lower in GenCore 5 results. 

• The formula for % similarity calculation is: 

matches + conservative substitutions 

100* 

alignmentlength 

where "matches" is the number of identical matches and "conservative substitutions" is the 
number of non-identical positive matches. 

• GenCore 4.5 considers the match Thr vs GCT (Ala) to be a similarity since 
BLOSUM62 gives score of 0 to this match. It is marked by in the alignment: 

Qy 46 AspSerThrAspAla.Met . .Gly 52 

Illllh:: Ml ::: ||| 
Db 605 GATTCCGCTGCTGCTAATTTTGGC 628 

GenCore 5 requires a positive score to consider a non-identical match a similarity, 
therefore the same 'match' is not emphasized in the new alignment: 

Qy 46 AspSerThrAspAla.Met . .Gly 52 

MINI III ::: Ml 

Db 605 GATTCCGCTGCTGCTAATTTTGGC 628 



If you have any questions, please feel free to contact one of the searchers in Biotech/Chem Library. 



